ABSTRACT We report whole-genome sequences for 10 Listeria monocytogenes sequence type 6 isolates associated with a large listeriosis outbreak in South Africa, which occurred over the period of 2017 to 2018. The possibility of listeriosis spreading beyond South Africa's borders as a result of exported contaminated food products prompted us to make the genome sequences publicly available.
L
isteria monocytogenes is a Gram-positive bacterium that causes listeriosis. Acquisition of the pathogen occurs mainly by consumption of contaminated food. Infections with L. monocytogenes can result in mild febrile gastroenteritis in healthy individuals; however, invasive diseases such as bacteremia, meningitis, pneumonia, endocarditis, and sepsis can occur in high-risk groups (1) .
In South Africa, a large, multiprovince outbreak of listeriosis caused by L. monocytogenes began in 2017. As of 27 April 2018, a total of 1,019 laboratory-confirmed clinical listeriosis cases were reported to the National Institute for Communicable Diseases, South Africa (http://www.nicd.ac.za/index.php/nicd-listeriosis-situation-report-27-april -2018). Multilocus sequence typing (MLST) of 521 clinical isolates using a wholegenome sequencing approach determined that 443 of 521 (85%) isolates belonged to L. monocytogenes sequence type 6 (ST6). Isolates of the same sequence type were found in a widely consumed ready-to-eat processed meat product called "polony" and in the processing environment (production facility) of the manufacturer of this implicated meat product. Here, we provide 10 whole-genome sequences of the ST6 outbreak strain representing isolates from three different source types (human, environmental, and food).
Standard microbiological techniques were performed to confirm identification of L. monocytogenes. Genomic DNA from each isolate was extracted using the QIAamp DNA minikit (Qiagen, Germany), and paired-end libraries were prepared using the Nextera XT DNA library kit, followed by 2 ϫ 300-bp sequencing on a MiSeq platform (Illumina, Inc., USA). The paired-end reads were quality trimmed using Sickle version 1.33 and de novo assembled using SPAdes version 3.11 (2) .
For the 10 isolates, genome assemblies contained an average of 161 contig sequences longer than 200 bp and covered an average total of 3,037,729 bp. The contigs for each isolate were then submitted to GenBank, where gene annotations were implemented using the NCBI Prokaryotic Genome Annotation Pipeline (PGAP) (3) . The average total number of 3,207 genes predicted by PGAP includes 3,085 protein-coding genes, 36 pseudogenes, and 86 RNA genes on average. Key genomic features for the 10 isolates are summarized in Table 1 . Accession number(s). The draft genome sequences reported here have been deposited at NCBI/GenBank under the accession numbers QEXB00000000 to QEXK00000000 (BioProject number PRJNA451422, BioSample numbers SAMN08970424 to SAMN08970415, respectively). 
